Comparison among four DNA barcodes. We compared the divergence of ITS2, psbA-trnH, rbcL, and matK regions. For each of the ten species, one to five samples were selected for a supplementary test (Table S4 ). The results indicated the following:
(1) PCR amplification is highly successful for the ITS2 and psbA-trnH regions, whereas the rbcL and matK regions were not amplified in approximately one-third and one-fourth of the samples, respectively.
(2) All the PCR products of the ITS2, psbA-trnH, and rbcL regions could be bi-directional sequenced and assembled successfully, whereas only the reverse sequencing results could be obtained for the matK region because of the poly T region (with approximately 11 thymines).
(3) All the ITS2, psbA-trnH, rbcL, and matK sequences obtained in the experiment were aligned ( Figure S1 , S3-S5). Given that five species had no variability in the rbcL region ( Figure S3 ) and the matK sequences of some samples could not be obtained in the experiment, these two markers (rbcL and matK) were deemed unsuitable for the identification of the ten Rhodiola species in this study. The psbA-trnH region could identify these species by BLAST1 analysis. Furthermore, ITS2 showed enough interspecies divergence to differentiate these species (main text page 5, line [25] [26] [27] [28] . The results demonstrated that the ITS2 barcode was able to accurately and swiftly distinguish the ten species.
(4) These results confirmed that the ITS2 and psbA-trnH regions were acceptably capable of species identification. These conclusions are consistent with those in our previous study 25 . Given that the use of one marker could solve the identification problem and minimize the cost in the experiment, we finally chose ITS2 as the DNA barcode in this study. 
